The supporting information contains:
Figures S1 -S5 -representation of compounds 1-5 inside the binding pocket of Axl receptor and indicated with dashed lines the contacts between the compounds and the key amino acid residues.
Figure S6 -S8 -graphical representation of R428, compounds 1' and 2' inside the binding pocket of Axl receptor and indicated with dashed lines the contacts between the compounds and the key amino acid residues.
We give a short explanation on the approaches used in Figure S9 and S10 as well as Figure S9 -RMSD and RMSF regarding structural stability in molecular dynamics simulation and Figure S10 -secondary structure analysis of Axl receptor upon warfarin and compound 2' binding.
Finally, Table S1 gives the closest distances between the compounds and the residues involved in interactions. As an important parameter of structural stability, the RMSD value of Axl stabilized after 15 ns. On the contrary, the RMSD value for warfarin remained low except for compound 2', which showed a gradual increase and reached the RMSD level for protein after 30 ns. Additionally, the root mean square fluctuations (RMSF) of warfarin, compound 2' and Axl as a function of the atomic number were plotted to emphasize the average atomic fluctuations during the 50 ns MD simulation time. Similarly, the RMSF value for warfarin showed less atomic fluctuations in comparison to compound 2' due to the small atomic number and higher stability confirmed by RMSD (S9C). The RMSF parameter of Axl represented almost identical atomic movements either in complex with warfarin or compound 2' (S9D) followed by the absence of significant secondary structure changes (S10 A, B). 
